We report the complete genome sequence of Acidovorax sp. strain KKS102, a polychlorinated-biphenyl-degrading strain isolated from a soil sample in Tokyo. The genome contains a single circular 5,196,935-bp chromosome and no plasmids.
Genomes Automatic Annotation Pipeline (http://www.ncbi.nlm .nih.gov/genomes/static/Pipeline.html), and the resulting annotation was manually inspected with respect to the start codon positions using the Microbial Genome Annotation Pipeline (http: //www.migap.org/) as well as another annotation support tool of GenomeMatcher (9) .
The complete sequence of the KKS102 genome consisted of a 5,196,935-bp circular chromosome with an average GϩC content of 64.0%. A total of 4,744 open reading frames (ORFs), 50 tRNA genes, and 3 rRNA genes were identified. The genome lacks an lysC gene, accounting for its failure to grow in minimal medium. The complete sequence of KKS102 will aid further studies focusing especially on (i) the elucidation of mechanisms for the catabolite control system and (ii) comparative genomics to gain insight into the evolution of KKS102.
KKS102 is available from the Japan Collection of Microorganisms (KKS102 is deposited under its synonymous name, KKS102S).
Nucleotide sequence accession number. The genome sequence of Acidovorax sp. strain KKS102 has been deposited in NCBI GenBank under accession number CP003872.
